In the course of studying the structural gene of cytochrome b in the mitochondrial DNA of Saccharomyces cerevisiae, we were led to suspect that the opal terminator UGA is recognized as an amino acid codon. This suspicion arose from the observation that regions of DNA with genetic markers in cytochrome b contain multiple UGA c6dons in the only reading frame that could be assigned a coding function. This divergence from the universal code has been confirmed by the DNA sequences of the structural genes of a subunit of cytochrome oxidase and of the ATPase. Evidence documenting the conclusion that yeast mitochondria in fact utilize UGA as a codon for tryptophan is summarized below.
The sequence of a segment of mitochondrial DNA containing the structural gene of subunit 2 of cytochrome oxidase has recently been determined in our laboratory. An at present because the primary structure of the protein is not known. It is noteworthy, however, that the deduced sequence of the yeast protein exhibits extensive homology with the primary structure of subunit 2 of bovine heart cytochrome oxidase (1, 2) . As seen in Fig. 1 (7) and phol (8) . 
